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H3K4me3_ChIP_ED_rep1 H3K4me3_ChIP_ED_rep2 Clustering of the ChIP-Seq replicates generated in this study based on Pearson Correlation Coefficients. B-E-Clustering of the Hi-C replicates from ED (red) and whole 16-18h embryo (in black) generated in this study using different bin sizes (see on the y axis of each plot). The two Hi-C replicates generated by Ogiyama et al., 2018 from whole 16-18h embryo using the same protocol (in blue) do cluster with our newly generated Hi-C from embryos (in black). Hence, the three replicates were merged to increase the resolution of the maps (fig. S1 ). F-Clustering of the white RNAi and ph RNAi RNA-Seq replicates based on Pearson Correlation Coefficients.
